Reconstructing normal alpha-crystallin from the modified cataractous protein.
alpha-Crystallin from human cataractous lenses is so extensively modified that it is unsuitable for structural studies. We have disassembled the protein and, from the remaining traces of unmodified polypeptides, reconstructed a more homogeneous and conformationally discrete molecule. We suggest that this approach may be particularly useful to studies of enzymology and molecular gerontology.